
Supplementary Figure S2 



RNA structure for the whole genome of the WT replicon and a replicon with the 2C 

encoding region permuted by the CDLR algorithm was predicted using RNAfold. The 

predicted structure of the 2C encoding fragment was visualised using Forna web service. 

Lines represent unstructured regions and numbers at the beginning and the end of each 

individual stem-loop correspond to the genomic positions of each replicon. Nucleotides 

forming stems are shown in green, interior loops in yellow, junctions in red and hairpin 

loops in blue. 

 

 


